SIM - Results of the Alignment of 2 Protein Sequences 



seareii I ExPASy website -^-la, I 

:xPASy Proteomics Server 



□ Go| Clear I 



Click here to download LALNVIEW (Unix, Mac and PC versions available). 

You can also have a lool< at a sample screen of LALNVIEW and access its documentation. 



1: GLCM.HUMAN, (536 residues) 



I Evaluate the significance of this protein sequence similarity score using PRSS at EMBnet-CH. 



100.0% identity in 497 residues overlap; Score: 2673.0; Gap frequency: 0.0% 
GLCM_HUMAN 



GLCM_HUMAN 



160 VPMASCDFSIRTYTYADTPDDFQLHNFSLPEEDTKLKIPLIHRALQLAQRPVSLLASPWT 
121 VPMASCDFSIRTYTYADTPDDFQLHNFSLPEEDTKLKIPLIHRALQLAQRPVSLLASPWT 



GLCM HUMAN 



GLCM HUMAN 



http://us.expasy.org/cgi-bin/sim.pl7prot 
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SIM - Results of the Alignment of 2 Protein Sequences 



GLCM_HUMAN 4 60 GHFSKFIPEGSQRVGLVASQKNDLDAVALMHPDGSAWWLNRSSKDVPLTIKDPAVGFL 
seq 421 GHFSKFIPEGSQRVGLVASQKNDLDAVALMHPDGSAWWLNRSSKDVPLTIKDPAVGFL 



31.8% identity in 22 ] 



32.0; Gap frequency: 0.0% 



31.8% identity in 22 ] 



32.0; Gap frequency: 0.0% 



40.0% identity ; 



isidues overlap; Score: 31.0; Gap frequency: 0.0% 



GLCM_HUMAN 451 YKQPMFYHLGHFSKF 
seq 26 FDPPTFPALGTFSRY 



GLCM_HUMAN 



31.0; Gap frequency: 0.( 



27.0; Gap frequency: 0.0% 



http://us.expasy.org/cgi-bin/sim.pl7prot 
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